Supplementary Figures
Supplementary Figure 1 Two-way hierarchical clustering of selected datasets For each case the heat map corresponds to a reduced dataset (Supplementary Table 1 ) obtained by pruning the original dataset so that the PCA score is greater than 0.90 and there is perfect test-control separation in the heatmap. Differentially expressed genes (DEGs) were by LIMMA in R environment with case-dependent FDR: for AG, 7.50E-04; EC, 4.0E-06; HC, 1.0e-05; MTG, 5.0e-06; PC, 1.0e-04; SFG, 1.25e-05. In all cases log2-fold change |FC|>1. 
Supplementary Figure 5. DEG two-way clustering of the six cases
The two-way clustering is based on -log10(q) values of the 3,355 genes in the union of the six curated DEG sets. Abbreviation: AG, normal aging; EC, entorhinal cortex; HC, hippocampus; MTG, medial temporal gyrus; PC, posterior cingulate; SFG, superior frontal gyrus. Supplementary Table 1 . Microarray datasets used in the present study The aging (AG) dataset is old age (>70 y) versus young age (<40 y) and the ALZ datasets are AD-affected patients versus normal from five brain regions: EC, entorhinal cortex; HC, hippocampus; MTG, medial temporal gyrus; PC, posterior cingulate; SFG, superior frontal gyrus. For each case dataset was reduced in size from the original set by pruning arrays to achieve a PCA score of greater than 0.90 and perfect test-control separation in a two-way hierarchical clustering on selected DEGs (by LIMMA, see Supplementary Table 4 
Supplementary Tables
APP - - - - - - MAPT 1 (44) - - - - - APOE 2 (64) - - - - 1(44) PSEN1 - - - - - - PSEN2 - - - - - - xIGNAPP - - - - - - MAPT - - - - - - APOE - - - - - - PSEN1 - - - - -6.96 (612) - PSEN2 - - - -8.20 (444) - -SupplementaryFYN - - - - - - HCLS1 6.77, 486 - - - - - KRT18 - - - - - - LY96 7.12, 424 - - - - - ITGB1 5.78, 641 - - 9.71, 162 - - NCK1 - - - - - - NCL - - - - - - TUBA1B - - -9ROCK2 - - - - - - WAS - - - - - - WASL - - - - - -9
